2,933,837 paired-end reads (2 × 300 bp). The reads were quality trimmed using Platanus_trim v1.0.7 (Kajitani et al. 2014 ) and aligned to the reference Utricularia gibba chloroplast genome (Genbank accession number: NC_021449) using Bowtie 2 v.2.2.3 (Langmead and Salzberg 2012) . The matched chloroplast reads (135,879 reads) were de novo assembled with SPAdes 3.9 (Bankevich et al. 2012 ) and ambiguous regions were picked out to extend the length using an iteration method with MITObim v.1.8 (Hahn et al. 2013) . Quality filtered reads were mapped back to the chloroplast genome using Bowtie2 (98.95% overall alignment rate) to confirm assembly accuracy quality and repeat region junctions. The gene annotation was performed using DOGMA (http://evogen.jgi-psf.org/dogma/) (Wyman et al. 2004 ) and confirmed by BLASTn searches on NCBI nucleotide collection database (nt). tRNA genes were annotated using DOGMA and ARAGORN v1.2 (Laslett and Canback 2004) . The genome map was generated using OGDRAW (Lohse et al. 2013) followed by manual modifications.
The phylogenetic position of U. foliosa was inferred using 53 genes of the previously published Lentibulariaceae chloroplast genomes, with the Tectona grandis (Lamiaceae), Sesamum indicum (Pedaliaceae) and Tanaecium tetragonolobum (Bignoniaceae) plastomes used as outgroups.
The sequences were aligned using MAFFT v.7 (Katoh and Standley 2013) and probabilistic phylogeny was conducted using Mr. Bayes v.3 for Bayesian inference (Ronquist and Huelsenbeck 2003) with 5 × 10 5 generations, using the default parameters, and RAxML for maximum likelihood (Stamatakis 2014) using the default parameters with bootstrap support of 10 4 pseudoreplicates. The evolutionary model used was GTR + G, tested a priori using jModelTest (Darriba et al. 2012) .
The chloroplast genome of Utricularia foliosa is a typical quadripartite structure with a length of 150,851 bp, which contained inverted repeats (IR) of 25,325 bp separated by a large single-copy (LSC) and a small singlecopy (SSC) of 82,720 bp and 17,481 bp, respectively. The cpDNA contains 139 genes, comprising 88 protein-coding genes, 8 ribosomal RNA genes, 37 tRNA genes and 6 pseudogenes. Among the annotated genes, 15 of them contain one intron (atpF, petB, petD, rpl2, rpl16, rpoC1, rps12, ndhB, ndhA) , and ycf3 and clpP genes contain two introns. The overall GC content of U. foliosa cp genome is 37.32%, while it was 43% for IRs, 35.20% for LSC and 30.83% for SSC regions (Fig. 1) . Interestingly, all the eleven subunits of the plastid NAD(P)H-dehydrogenase (ndh) genes are present as intact copies, corroborating previous studies which suggested that the plastid ndh complete gene set may exist only in aquatic forms of carnivorous plants in the Lentibulariaceae family (Silva et al. 2016 ).
Previous phylogenetic studies have shown that Lentibulariaceae and Utricularia are monophyletic groups, supported by molecular and morphological characteristics (Müller et al. 2004; Silva et al. 2016) . Our phylogenetic analysis strongly supports the positioning of U. foliosa nested within the known related aquatic species U. gibba and U. macrorhiza (Utricularia sect. Utricularia) (Fig. 2) . 
